Genomic and cDNA clones of the X. laevia src gene have been isolated and characterized by hybridization and DNA sequence analyses. The haploid genome of X. laevis contains two src genes, which can be distinguished from one another by virtue of sequence divergence in the 3' untranslated regions. Both of the genes are functional as indicated by the fact that oocytes contain RNAs transcribed from each of the genes. The two genes each encode an RNA which is 3.3 kb in length, or twice the length required to encode the 60,000 dalton src protein (pp60). Sequence analysis of the cDNA clones revealed that nearly all of the non-coding sequence is located at the 3' end. The availability of sequence data from cDNA clones has also made it possible for the first time to identify with certainty the carboxyl terminal sequence of a cellular pp60 molecule. 
Screening of the genomic and cDNA libraries was carried out using the filter hybridization method of Benton and Davis (29) . Positive phage were purified by multiple rounds of screening. Phage DNA was prepared essentially according to the methods described in (30) . To facilitate mapping and preparation of hybridization probes, insert fragments from the phage were cloned into either of the plasmids pBR322 or pOC19 (31) . PvuII fragment which was shown to hybridize with X. laevis DNA (Fig. 1) . A single clone, designated XXlsrcl , was isolated. The organization of this clone is diagrammed in Fig. 2 . By probing restriction digests of XXlsrcl with the RSV 3' PvuII fragment, the segment of the clone homologous to this portion of the RSV src gene was located (Fig. 1) . That the cloned DMA segment had not undergone any gross rearrangements as a result of propagation in the phage i* indicated by the fact that the portion of the clone which hybridized with the RSV probe includes two adjacent Hindlll fragments, 5.9 and 2.5 kb in length, the same length as two of the three fragment* seen in the hybridization pattern in panel B of Fig. 1 . The third fragment seen in Fig. 1 is not included in XXlsrcl. As shown below, this fragment is moat likely derived from a second src gene in the haploid X. sequence. Furthermore, a termination codon occurs at the same point in both the X. laevis and chicken sequences. This result confirms that the carboxyl terminus predicted from sequencing of the chicken generaic clone is correct and that no additional introns are present in the coding sequence beyond the one sequenced in Fig. 3 .
RESULTS

Isolation and
To identify the beginning of the coding sequence in the X. laevis sre gene, an M13 clone was constructed containing the large 5' EcoRI fragment from the cDNA clone cXlsrc3 (Fig. 5) 
X. laevis Contains Two src Genes per Haploid Genome
The pattern obtained when the RSV PvuII probe was hybridized to Hindlll-cleaved X. laevis DNA (Fig. 1, panel B) consisted of three fragments. However, XXlsrcl contains Hindlll fragments identical in size to only two of the three fragments seen in Fig. 1 . Thus, the third fragment could be due either to the frog whose DNA was used in panel B being heterozygous or to the presence of two different arc genes with different restriction patterns in the haploid frog genome. Interestingly, the cDNAs shown in Fig. 5 fall into two classes. Clones 1-3 contain StuI sites in the 3' untranslated region while clones 4 and 5 lack these sites. StuI sites located identically to those in cDNA clones 1-3 are also found in pSrcHl (data now shown); thus, cDNA clones 1-3 are derived from mRNAs transcribed from the gene cloned in XXlsrcl. To avoid the problem of heterozygosity in hybridization experiments to determine arc gene number in X. laevis, DNA from a frog made homozygous at all loci according to the procedure described in (39) was analyzed. Probes were prepared from the 3' untranslated regions of an example of each of the two types of cDNA (cXlsrcl and cXlsrc4). Hybridisation of each of these probes to DNA from the homozygous diploid frog gave a single band for each of the enzymes used (Fig. 7) . Furthermore, 
